
(i) APPLICANT: Duft, Bradford 

\ Kolterman, Orville 

(ii) TITLE OF THE INVENTION: METHODS FOR TREATING OBESITY 

(iii) NUMBER OF ^SEQUENCES : 15 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: LVON & LYON 

(B) STREET: 633 WEST FIFTH STREET, SUITE 4700 

(C) CITY: LOS ANGELES 

(D) STATE: CA \ 

(E) COUNTRY: USA \ 

(F) ZIP: 90071-2066AX 

(v) COMPUTER READABLE FORM : 

(A) MEDIUM TYPE: Diskette 

(B) COMPUTER: IBM Compatible 

(C) OPERATING SYSTEM: DOG 

(D) SOFTWARE: FastSEQ Version 2.0 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: 08/^70,762 

(B) FILING DATE: 06-JUN-1997\ 

(C) CLASSIFICATION: \ 

(vii) PRIOR APPLICATION DATA: V 

(A) APPLICATION NUMBER: \ 

(B) FILING DATE: \ 



(viii) ATTORNEY/AGENT INFORMATION: \ 

(A) NAME: DUFT, BRADFORD J > 

(B) REGISTRATION NUMBER: 32,219 

(C) REFERENCE/DOCKET NUMBER: 226/104 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 619-552-8400 

(B) TELEFAX: 619-552-0159 

(C) TELEX: 



(2) INFORMATION FOR SEQ ID NO:l 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE :\ amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE \TYPE : peptide 

(ix) FEATURE: 

(B) LOCATION : \ 2 , 7 

(D) OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: 3'" 

(D) OTHER INFORMATION: amidated Tyr 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO:l 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 5 \ 10 15 

Leu Val His Ser Ser Asn Asn Phe sly Pro lie Leu Pro Pro Thr 

20 \ 25 30 

Asn Val Gly Ser Asn Thr Tyr 

35 

(2) INFORMATION FOR SEQ ID\NO:2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

( ix) FEATURE : 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide bVidge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION: amidated Tyr 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 



Lys Cys Asn \fhr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 \ 5 10 15 

Leu Val Arg s\r Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Thr 

20 25 30 

Asn Val Gly Ser\Asn Thr Tyr 

35 



(2) INFORMATION FOR SEQ ID NO : 3 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3Y7 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNE^S : single 

(D) TOPOLOGY: lYnear 

(ii) MOLECULE TYPE \ Peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATf'ON : disulfide bridge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION^ amidated Tyr 

(xi) SEQUENCE DESCRIPTION :\ SEQ ID NO : 3 : 

Lys Cys Asn Thr Ala Thr Cys Ala Thrv Gin Arg Leu Ala Asn Phe 

1 5 \ 10 15 

Leu Val Arg Ser Ser Asn Asn Phe Gly Rro lie Leu Pro Ser Thr 

20 25 30 
Asn Val Gly Ser Asn Thr Tyr 

35 

(2) INFORMATION FOR SEQ ID NO: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: Peptide 



(ix) FEATURE: 

(B) LOCATION: 2,7 



i3 



(D)\ OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(b) Location : 37 

(D) OTHER INFORMATION: amidated Tyr 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 

Lys Cys Asn Thr A^ Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
15 10 15 

Leu Val His Ser Ser\ Asn Asn Phe Gly Ala lie Leu Pro Ser Thr 

2o\ 25 30 

Asn Val Gly Ser Asn \"hr Tyr 

35 

(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 3 7/Qiino acids 

(B) TYPE: aminyracid 

(C) STRANDEDNESSV single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION : \ amidated Tyr 

(xi) SEQUENCE DESCRIPTION : V3EQ ID NO : 5 : 

Lys Cys Asn Thr Ala Thr Cys Ala Thr\Gln Arg Leu Ala Asn Phe 
1 5 \l0 15 

Leu Val His Ser Ser Asn Asn Phe Gly Rro Val Leu Pro Pro Thr 

20 S5 30 

Asn Val Gly Ser Asn Thr Tyr 

35 



(2) INFORMATION FOR SEQ ID NO: 



(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 



HI 



(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURI 

(B) LOCATION: 2,7 

(D) OTHER \NFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION: amidated Tyr 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

Lys Asp Asn Thr Ala Thr Lys Ala Thr Gin Arg Leu Ala Asn Phe 
1 5 \ 10 15 

Leu Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr 

20 \ 25 30 

Asn Val Gly Ser Asn Thr Tyry 

35 




(2) INFORMATION FORXSEQ ID NO : 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino aWds 

(B) TYPE: amino acid \ 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disuMide bridge between 

the Cys residues 
(B) LOCATION: 37 \ 
(D) OTHER INFORMATION: amidate^ Tyr 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 : 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 5 10 \ 15 

Leu Val His Ser Ser Asn Asn Phe Gly Ala Ile\Leu Ser Ser Thr 

20 25 \ 30 

Asn Val Gly Ser Asn Thr Tyr 

35 



vr 



# 



(E) INFORMATION FOR SEQ ID NO : 8 

(i) SEQUENCE CHARACTERISTICS: 

(A) luENGTH : 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: ^7 

(D) OTHER INFORMATION: amidated Tyr 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 8 : 

Ala Cys Asn Thr Ala Thr Cys v *8ba'" Thr Gin Arg Leu Ala Asn Phe 
1 5 \ 10 15 

Leu Val His Ser Ser Asn Asn Phe\Gly Ala lie Leu Ser Ser Thr 

20 \ 25 30 

Asn Val Gly Ser Asn Thr Tyr 

35 

(2) INFORMATION FOR SEQ ify NO : 9 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION: amidated Tyr 



V0 



t 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

Ser Cys Asn ThA Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 \ 5 10 15 

Leu Val His Ser §er Asn Asn Phe Gly Ala lie Leu Ser Ser Thr 

L0 25 3 0 

Asn Val Gly Ser As\ Thr Tyr 

3 5> 



(2) INFORMATION FOR SEQ ID NO: 10 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 7\ amino acids 

(B) TYPE: amina acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: lfnear 



(ii) MOLECULE TYPE/Yfceptide 



(ix) FEATURE: 

(B) LOCATION: 2,7 
(D) OTHER INFORMATION: disulfide bridge between 

\ the Cys residues 
(B) LOCATION: 37 V 
(D) OTHER INFORMATION^ amidated Tyr 



(xi) SEQUENCE DESCRIPTIONS. SEQ ID NO: 10 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 

1 5 \ 10 15 

Leu Val His Ser Ser Asn Asn Phe Gly\Ala lie Leu Ser Pro Thr 

20 \ 25 30 
Asn Val Gly Ser Asn Thr Tyr 

35 



(2) INFORMATION FOR SEQ ID NO\ll 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: peptide 



(ix) FEATURE : 

(B) DOCATION: 2,7 

(D) OT^HER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: 37 

(D) OTHBR INFORMATION: amidated Tyr 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

Lys Cys Asn Thr Ala T\hr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 5 \ 10 15 

Leu Val His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr 

20 \ 25 30 

Asn Val Gly Ser Asn Thr\ryr 

35 

(2) INFORMATION KOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 ami no\ acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptid'e 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide bridge between 

the Vys residues 



(B) LOCATION: 37 \ 

ddafe 



(D) OTHER INFORMATION: amidafced Tyr 

(xi) SEQUENCE DESCRIPTION: SEQ ID. NO: 12: 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 
1 5 10 \ 15 

Leu Val His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr 

20 25 \ 30 

Asn Val Gly Ser Asn Thr Tyr 

35 



(2) INFORMATION FOR SEQ ID NO: 13 
(i) SEQUENCE CHARACTERISTICS: 



4 



4 



(A) LENGTSH: 3 7 amino acids 

(B) TYPE A amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE \TYPE : peptide 

(ix) FEATURE: 

(B) LOCATION^: 2,7 

(D) OTHER INFORMATION: disulfide bridge between 

the Cys residues 

(B) LOCATION: \37 

(D) OTHER INFORMATION: amidated Tyr 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO:13: 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe 

1 5 \ 10 15 

Leu Val Arg Ser Ser Asn Asn Pftfe\ Gly Pro lie Leu Pro Ser Thr 

20 [\L 25 30 
Asn Val Gly Ser Asn Thr Tyr 

35 



(2) INFORMATION FOR SEQ uD NO: 14: 

(i) SEQUENCE CHARACTERISTICS) 

(A) LENGTH: 3 7 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: disulfide^ bridge between 

the Cys residues 

(B) LOCATION: 3 7 

(D) OTHER INFORMATION: amidated T$r 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO : M 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Lea Ala Asn Phe 
1 5 10 \ 15 



Hi 



4 



Leu Val Arg Ser Ser &sn Asn Phe Gly Pro lie Leu Pro Pro Thr 

20 \ 25 30 

Asn Val Gly Ser Asn THf Tyr 

35 

(2) INFORMATldN FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 7 arrtino acids 

(B) TYPE: amino a&id 

(C) STRANDEDNESS : is ingle 

(D) TOPOLOGY: linecrt 

(ii) MOLECULE TYPE: peptide 

(ix) FEATURE: 

(B) LOCATION: 2,7 

(D) OTHER INFORMATION: \disulfide bridge between 

jhe Cys residues 

(B) LOCATION: 37 

(D) OTHER INFORMATION: aAidated Tyr 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15: 

Lys Cys Asn Thr Ala Thr Cys Ala Thr G^n Arg Leu Ala Asn Phe 

15 10 15 

Leu Val His Ser Ser Asn Asn Phe Gly PrA lie Leu Pro Pro Thr 

20 25\ 30 
Asn Val Gly Ser Asn Thr Tyr 

35 



